PIPELINE COMPARISION
We executed mtDNA-Server against different web services and command line tools. Since the mix-ups were too large for upload (> 50 MB), we used two publicly available data sets. For mtDNA-Server no parameters needed to be adjusted.
Evaluated data sets:
 HG00096 high coverage has been analysed with LoFreq (~15,000 x) as a defined gold standard (bold). HG00096 low coverage data (~1,300 x) has then be executed on all web services and pipelines. Mutations highlighted in green are expected, red unexpected mutations. For unexpected, transversions only found on one strand are considered as artefacts and marked with *. Error hot spot mutations reported by Li et al ((3)) are marked with **. Mit-o-matic resulted in over 528 heteroplasmic sites when using 1% heteroplasmic threshold and 20 heteroplasmic sites with a 10% threshold, with a resulting haplogroup U8b1b1 instead of the expected H16a1 and was therefore excluded. 
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